Members of the genus Klebsiella are among the leading microbial pathogens associated with nosocomial infection. At the same time, most nosocomial infections are caused by strains resistant to antibiotics. Here, we announce the complete genome sequences of four lytic polysaccharide-degrading bacteriophages, which will be used in complex therapeutic preparations.
. Contig completion was confirmed by comparison to closely related genomes known to be complete (GenBank accession numbers are presented in Table 1 ). An open reading frame search was performed using MetaProdigal 2.6 (6) . Annotation was performed using peer-reviewed phage and bacterial proteins from UniProt (https://www.uniprot.org) and proteins from the following databases of determinants of antimicrobial resistance and bacterial virulence factors: Virulence Factor Database (VFDB) (7) , Comprehensive Antibiotic Resistance Database (CARD) (8), Antibiotic Resistance Gene-ANNOTation (ARG-ANNOT) (9) , and ResFinder (10) . The remaining open reading frames (ORFs) were annotated with the hmmscan application (maximum E value, 0.001) (11) using all bacterial hidden Markov model (HMM) profiles from the Pfam database (https://pfam.xfam.org). The number of tRNAs was predicted using tRNAscan-SE 2.0 (12) . All analyses except those indicated were performed using default parameters.
All phages have a double-stranded DNA. None of the ORFs were found to contain lysogenic, virulence, or antibiotic resistance sequences. Phages vB_KpnS_FZ10, vB_ KpnP_FZ12, and vB_KpnM_FZ14 carry proteins with depolymerase activity, which may play a crucial role in Klebsiella pneumoniae capsule degradation (13) . tRNAs were predicted only for vB_KpnS_FZ41 (25 tRNA ORFs). Details on genome size, content, coverage, number of ORFs, taxonomic identification, and related viruses are presented in Table 1 . Average nucleotide identity and query coverage were calculated using BLASTn (https://blast.ncbi.nlm.nih.gov/Blast.cgi).
Data availability. The complete genome sequences of Klebsiella pneumoniae phages vB_KpnS_FZ10, vB_KpnP_FZ12, vB_KpnM_FZ14, and vB_KpnS_FZ41 have been deposited in GenBank under the accession numbers MK521904, MK521905, MK521906, and MK521907, respectively. Raw Illumina reads are available in the NCBI SRA under the accession numbers SRR10037530, SRR10037529, SRR10037528, and SRR10037527, respectively. The associated BioProject number is PRJNA562287.
